t) 



SEQUENCE LISTING 



DECEIVED 



<110> KUFER, Peter 



<120> A NOVEL METHOD OF IDENTIFYING 



RAUM, Tobias 
BORSCHERT, Katrin 
ZETTL, Florian 
LUTTERBUSE, Ralf 




DOMAINS THAT RETAIN THE 



f 2 5 2001 



CAPACITY OF BINDING TO AN EPITOPE' 

<130> 0147-0199P 

<140> US 09/554,465 

<141> 2000-10-19 

<160> 77 

<170> Patentin version 3.1 

<210> 1 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for human costimulatory protein CD80 

<400> 1 

gcagaattca ccatgggcca cacacggagg cag 33 



<210> 2 

<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for human costimulatory protein CD80 



<210> 3 

<211> 36 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for human CD80-M79scFv 

<400> 3 

aggtgtacac tccgatatcm arctgcagsa gtcwgg 36 



<400> 2 

tggtccggag ttatcaggaa aatgctcttg cttg 



34 



<210> 4 



1 



<211> 37 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for single-chain Fv fragment (scFv) of the murine anti 17- 
lA antibody M74 V(L) 

<400> 4 

aggtgtacac tccgatatcc agctgaccca gtctcca 37 



<210> 5 

<211> 51 

<212> DNA 

<213> Artificial Sequence 
<22G^' 

<223> primer for single-chain Fv fragment (scFv) of the murine anti 17- 
lA antibody M74 V (L) 

<400> 5 

ggagccgccg ccgccagaac caccaccacc tttgatctcg agcttggtcc c 51 



<210> 6 

<211> 96 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for single-chain Fv fragment (scFv) of the murine anti 17- 
lA antibody M74 V(H) 

<400> 6 

ggcggcggcg gctccggtgg tggtggttct caggtsmarc tgcagsagtc wggacctgag 60 
ctggtgaagc ctggggcttc agtgaagatt tcctgc 96 



<210> 7 

<211> 39 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for single-chain Fv fragment (scFv) of the murine anti 17- 
lA antibody M74 V(H)BspEI 

<400> 7 

aatccggagg agacggtgac cgtggtccct tggccccag 39 



<210> 8 

<211> 69 

<212> DNA 

<213> Artificial Sequence 



2 



m 0) 



<220> 

<223> primer for single-chain Fv fragment (scFv) of the murine anti 17- 
lA antibody M74 V(H) 

<400> 8 

tccgatatcm arctgcagsa gtcwggacct gagctggtga agcctggggc ttcagtgaag 60 
atttcctgc 69 



<210> 9 

<211> 64 

<212> DNA 

<213> Artificial Sequence 
<220> 

<225> primer for single-chain Fv fragment (scFv) of the marine anti 17- 
lA antibody M74 V{H) 

<400> 9 

ggagccgccg ccgccagaac caccaccacc tgaggagacg gtgaccgtgg tcccttggcc 60 
ccag 64 



<210> 10 

<211> 54 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for single-chain Fv fragment (scFv) of the murine anti 17- 
lA antibody M74 V(L) 

<400> 10 

ggcggcggcg gctccggtgg tggtggttct gacattcagc tgacccagtc tcca 54 

<210> 11 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for single-chain Fv fragment (scFv) of the murine anti 17- 
lA antibody M74 V(L) 

<400> 11 

aatccggatt tgatctcgag cttggtccc 29 



<210> 12 

<211> 22 

<212> DNA 

<213> Artificial Sequence 



3 





<220> 

<223> primer for V(H) chain of human anti-17-lA antibody 



<400> 12 

aggtgcagct gctcgagtct gg 



22 



<210> 13 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for V(H) chain of human anti-17-lA antibody 

<400> 13 

ctgaggagac ggtgacc 17 

<210> 14 

<211> 38 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for V(L) chain of human anti-17-lA antibody 



<210> 15 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for V(L) chain of human anti-17-lA antibody 

<400> 15 

gaagacacta gttgcagcca ccgtacgttt rat 33 



<210> 16 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligomer encoding six HIS residues 



<400> 
gagcc 



gcacg agcccgagct cgtgwtgacr cagtctcc 



14 



38 



<400> 16 

ctagccatca ccatcaccat caca 



24 



<210> 17 
<211> 24 



4 




<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligomer encoding six HIS residues 
<400> 17 

ctagtgtgat ggtgatggtg atgg 24 



<210> 18 

<211> 47 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide for multiple cloning site containing Sad and Xho 
I overhang 



<210> 19 

<211> 55 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide for multiple cloning site containing Sad and Xho 
I overhang 



<210> 20 
<211> 79 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide containing multiple cloning sites 
<400> 20 

tcgagcccgg tcaccgtctc ctcaggtggt ggtggttctg gcggcggcgg ctccggtggt 60 
ggtggttctg agctcggga 79 



<210> 21 

<211> 79 

<212> DNA 

<213> Artificial Sequence 



<400> 18 



gcagctggtc gacaaatccg gaggtggtgg atccgaggtg cagctgc 



47 



<400> 19 

tcgagcagct gcacctcgga tccaccacct ccggatttgt cgaccagctg cagct 



55 



<220> 



<223> oligonucleotide containing multiple cloning sites 



5 



<400> 21 

ctagtcccga gctcagaacc accaccaccg gagccgccgc cgccagaacc accaccacct 



60 



gaggagacgg tgaccgggc 



79 



<210> 22 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for M13 gene III domain N2 

<400> 22 

ggtgtcgaca ctaaacctcc tgagtacgg 29 



<210> 23 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for the M13 gene III domain N2 



<210> 24 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for detection of positive clones 

<400> 24 

gcagaattca ccatgggcca cacacggagg cag 33 

<210> 25 

<211> 39 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for detection of positive clones 



<400> 23 

gcctccggaa gcattgacag gaggttgagg 



30 



<400> 25 

tggtgcacta gtcgtacgtt tgatctcaag cttggtccc 



39 



<210> 26 
<211> 32 



6 



<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for the extracellular region of the human CD54 antigen kno 
■ wn as ICAM-1 

<400> 26 

ctcgaattca ctatggctcc cagcagcccc eg 32 



<210> 27 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for the extracellular region of the i'laiuan CD54 antigen kno 
wn as ICAM-1 

<400> 27 

gattccggac tcataccggg gggagagcac 30 



<210> 28 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for the extracellular region of human CD58 

<400> 28 

aatctagaac catggttgct gggagcgacg 30 



<210> 


29 




<211> 


32 




<212> 


DNA 




<213> 


Artificial 


Sequence 


<220> 






<223> 


primer for 


the extracellular 


<400> 


29 





aagtccggat ctgtgtcttg aatgaccgct gc 32 



<210> 30 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for the extracellular region of human CD86 costimulatory 
protein 



7 




<400> 30 

aagtctagaa aatggatccc cagtgcacta tg 



32 



<210> 31 

<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for the extracellular region of human CD86 costimulatory 
protein 



<210> 32 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> ■ primers for murine V heavy chain 

<400> 32 

saggtgcagc tcgaggagtc aggacct 27 

<210> 33 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primers for murine V heavy chain 



<210> 


34 


<211> 


27 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


primers for murine V 


<400> 


34 



caggtccaac tcgagcagcc tggggct 27 



<210> 35 

<211> 27 

<212> DNA 

<213> Artificial Sequence 



<400> 31 

aattccggat gggggaggct gagggtcctc aagc 



34 



<400> 33 

gaggtccagc tcgagcagtc tggacct 



27 



<220> 

<223> primers for murine V heavy chain 

<400> 35 

gaggttcagc tcgagcagtc tggggca 

<210> 36 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primers for murine V heavy chain 

<400> 36 

gax'g'tgaagc "i:c9agga9*'cc tygagga 

<210> 37 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primers for murine V heavy chain 

<400> 37 

gaggtgaagc ttctcgagtc tggaggt 

<210> 38 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primers for murine V heavy chain 

<400> 38 

gaagtgaagc tcgaggagtc tggggga 

<210> 39 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primers for murine V heavy chain 

<400> 39 

gaggttcagc tcgagcagtc tggagct 



<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primers for murine V heavy chain 

<400> 40 

tgaggagacg gtgaccgtgg tcccttggcc ccag 

<210> 41 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for murine V kappa chain 

<400> 41 

ccagttccga gctcgttgtg actcaggaat ct 



<210> 42 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for murine V kappa chain 

<400> 42 

ccagttccga gctcgtgttg acgcagccgc cc 



<210> 43 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for murine V kappa chain 

<400> 43 

ccagttccga gctcgtgctc acccagtctc ca 



<210> 44 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for murine V kappa chain 

<400> 44 

ccagttccga gctccagatg acccagtctc ca 




m 



<210> 45 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for murine V kappa chain 

<400> 45 

ccagatgtga gctcgtgatg acccagactc ca 32 

<210> 46 

<211> 32 

<212> DNA 

<213> Artificial Seqaence 
<220> 

<223> primer for murine V kappa chain 



<210> 47 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for murine V kappa chain 

<400> 47 

ccagttccga gctcgtgatg acacagtctc ca 32 

<210> 48 

<211> 39 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer for murine V kappa chain 



<210> 49 

<211> 67 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide for the multiple cloning site 



<400> 46 

ccagatgtga gctcgtcatg acccagtctc ca 



32 



<400> 48 

tggtgcacta gtcgtacgtt tgatctcaag cttggtccc 



39 



11 




<400> 49 

ctagaattct tcgaatccgg aggtggtgga tccgatatcc ccgggcatca tcaccatcat 



60 



cattgag 



67 



<210> 50 

<211> 42 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> sequence of double-stranded oligonucleotide designated ACCGSIBAM 



<210> 51 

<211> 42 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> sequence of double-stranded oligonucleotide designated ACCGS15BAM 



<210> 52 
<211> 14 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> peptide encoded by synthetic oligonucleotide 
<400> 52 

Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly 
15 10 



<210> 53 

<211> 381 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1) . . (381) 

<223> 



<400> 53 



<400> 50 

ccggaggtgg tggttccggg ggtggaggtt caggcggtgg tg 



42 



<400> 51 

gatccaccac cgcctgaacc tccacccccg gaaccaccac ct 



42 



12 



gag gtg cag ctg etc gag tct ggg gga ggc gtg gtc cag cct ggg agg 48 

Glu Val Gin Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Arg 

15 10 15 

tec ctg aga etc tee tgt gca gee tct gga ttc ace tte agt age tat 96 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 
20 25 30 



ggc atg cac tgg gtc cgc cag get cea ggc aag ggg ctg gag tgg gtg 
Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 



144 



gca gtt ata tea tat gat gga agt aat aaa tac tat gca gae tec gtg 192 
Ala Val lie Ser Tyr Asp Gly Ser Asn Lys Tyr Tyr Ala Asp Ser Val 
50 55 60 

aag ggc cga tte acc ate tee aga gac aat tec aag aac aeg ctg tat 240 
Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 80 

ctg caa atg aac age ctg aga get gag gae aeg get gtg tat tac tgt 288 
Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

gcg aaa gat atg ggg tgg ggc agt ggc tgg aga ecc tac tac tac tac 336 
Ala Lys Asp Met Gly Trp Gly Ser Gly Trp Arg Pro Tyr Tyr Tyr Tyr 
100 105 110 

ggt atg gac gtc tgg ggc caa ggg acc aeg gtc acc gtc tee tea 381 
Gly Met Asp Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser 
115 120 125 



<210> 54 

<211> 127 

<212> PRT 

<213> Homo sapiens 

<400> 54 

Glu Val Gin Leu Leu Glu Ser Gly Gly Gly Val Val Gin Pro Gly Arg 
15 10 15 



Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 
20 25 30 



Gly Met His Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 



Ala Val lie Ser Tyr Asp Gly Ser Asn Lys Tyr Tyr Ala Asp Ser Val 
50 55 60 



Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 



13 



65 70 75 80 



Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 



Ala Lys Asp Met Gly Trp Gly Ser Gly Trp Arg Pro Tyr Tyr Tyr Tyr 
100 105 110 



Gly Met Asp Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser 

120 125 





115 


<210> 


55 


<211> 


321 


<212> 


DnA 


<213> 


Homo 


<220> 




<221> 


CDS 


<222> 


(1) . 


<223> 




<400> 


55 



gag etc cag atg acc cag tct cca tec tec ctg tct get tct gtg gga 48 

Glu Leu Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 

15 10 15 

gac aga gtc ace ate act tgt egg aca agt cag age att age age tat 96 

Asp Arg Val Thr lie Thr Cys Arg Thr Ser Gin Ser lie Ser Ser Tyr 
20 25 30 

tta aat tgg tat cag cag aaa eca gga cag eet ect aag ctg etc att 144 

Leu Asn Trp Tyr Gin Gin Lys Pro Gly Gin Pro Pro Lys Leu Leu lie 
35 40 45 

tac tgg gea tct acc egg gaa tec ggg gtc cct gae ega ttc agt gge 192 

Tyr Trp Ala Ser Thr Arg Glu Ser Gly Val Pro Asp Arg Phe Ser Gly 
50 55 60 

age ggg tet ggg aca gat ttc act etc ace ate age agt eta caa eet 240 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Gin Pro 
65 70 75 80 

gaa gat tet gea act tac tac tgt cag cag agt tae gac ate eeg tac 288 

Glu Asp Ser Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Asp lie Pro Tyr 

85 90 95 

act ttt gge cag ggg acc aag ctg gag ate aaa 321 
Thr Phe Gly Gin Gly Thr Lys Leu Glu lie Lys 
100 105 



<210> 56 



14 



<211> 107 
<212> PRT 
<213> Homo sapiens 

<400> 56 

Glu Leu Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 
15 10 15 



Asp Arg Val Thr lie Thr Cys Arg Thr Ser Gin Ser lie Ser Ser Tyr 
20 25 30 



Leu Asn Trp Tyr Gin Gin Lys Pro Gly Gin Pro Pro Lys Leu Leu lie 
35 40 : 45 



Tyr Trp Ala Ser Thr Arg Glu Ser Gly Val Pro Asp Arg Phe Ser Gly 
50 55 60 



Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Gin Pro 
65 70 75 80 



Glu Asp Ser Ala Thr Tyr Tyr Cys Gin Gin Ser Tyr Asp lie Pro Tyr 
85 90 95 



Thr Phe Gly Gin Gly Thr Lys Leu Glu lie Lys 
100 105 



<210> 57 
<211> 201 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> sequence designated L-F-NS3Frame {Figure 3.4) 
<400> 57 

ccgctctaga attccaccat gggatggagc tgtatcatcc tcttcttggt agcaacagct 60 
acaggtgtcc actccgacta caaagatgat gacgataagg atatcttcgg aggtggtggt 120 
agcgctattc catatggacg tcccgctcga ggtcgtccat catcaccatc atcactgagc 180 
ggccgctcta gagtcgacct c 201 



<210> 58 

<211> 526 

<212> DNA 

<213> Artificial Sequence 



15 



<220> 

<223> M13-Phage and artificial sequence of the MCS 
<220> 

<221> CDS 

<222> (19) . . (429) 

<223> 



<400> 58 

gagctgcagc tggtcgac act aaa cct cct gag tac ggt gat aca cct att 51 

Thr Lys Pro Pro Glu Tyr Gly Asp Thr Pro lie 
15 10 

ccg ggc tat act tat ate aac cct etc gac ggc act tat ccg cct ggt 99 
Pro Gly Tyr Thr Tyr lie Asn Pro Leu Asp Gly Thr Tyr Pro Pro Gly 
15 20 25 

act gag caa aac ccc get aat cct aat cct tct ctt gag gag tct cag 147 
Thr Glu Gin Asn Pro Ala Asn Pro Asn Pro Ser Leu Glu Glu Ser Gin 
30 35 40 

cct ctt aat act ttc atg ttt cag aat aat agg ttc cga aat agg cag 195 
Pro Leu Asn Thr Phe Met Phe Gin Asn Asn Arg Phe Arg Asn Arg Gin 
45 50 55 

ggg gca tta act gtt tat acg ggc act gtt act caa ggc act gac ccc 243 
Gly Ala Leu Thr Val Tyr Thr Gly Thr Val Thr Gin Gly Thr Asp Pro 
60 65 70 75 

gtt aaa act tat tac cag tac act cct gta tea tea aaa gee atg tat 291 
Val Lys Thr Tyr Tyr Gin Tyr Thr Pro Val Ser Ser Lys Ala Met Tyr 
80 85 90 

gac get tac tgg aac ggt aaa ttc aga gac tge get ttc cat tct ggc 339 
Asp Ala Tyr Trp Asn Gly Lys Phe Arg Asp Cys Ala Phe His Ser Gly 
95 100 105 

ttt aat gag gat eca ttc gtt tgt gaa tat caa ggc caa teg tct gac 387 
Phe Asn Glu Asp Pro Phe Val Cys Glu Tyr Gin Gly Gin Ser Ser Asp 
110 115 120 

etg cct caa cct eet gtc aat get tee gga ggt ggt gga tec 429 
Leu Pro Gin Pro Pro Val Asn Ala Ser Gly Gly Gly Gly Ser 
125 130 135 

gaggtgeage tgctegagee eggtcaccgt ctectcaggt ggtggtggtt ctggcggcgg 489 

eggctceggt ggtggtggtt ctgagctegg gaetagt 526 



<210> 59 

<211> 137 

<212> PRT 

<213> Artificial Sequence 
<220> 



16 



I 



<223> M13-Phage and artificial sequence of the MCS 
<400> 59 

Thr Lys Pro Pro Glu Tyr Gly Asp Thr Pro lie Pro Gly Tyr Thr Tyr 
15 10 15 



lie Asn Pro Leu Asp Gly Thr Tyr Pro Pro Gly Thr Glu Gin Asn Pro 
20 25 30 



Ala Asn Pro Asn Pro Ser Leu Glu Glu Ser Gin Pro Leu Asn Thr Phe 
35 40 45 



Met Phe Gin Asn Asn Arg Phe Arg Asn Arg Gin Gly Ala Leu Thr Val 



Tyr Thr Gly Thr Val Thr Gin Gly Thr Asp Pro Val Lys Thr Tyr Tyr 
65 70 75 80 



Gin Tyr Thr Pro Val Ser Ser Lys Ala Met Tyr Asp Ala Tyr Trp Asn 
85 90 95 



Gly Lys Phe Arg Asp Cys Ala Phe His Ser Gly Phe Asn Glu Asp Pro 
100 105 110 



Phe Val Cys Glu Tyr Gin Gly Gin Ser Ser Asp Leu Pro Gin Pro Pro 
115 120 125 



Val Asn Ala Ser Gly Gly Gly Gly Ser 
130 135 



<210> 


60 






<211> 


726 






<212> 


DNA 






<213> 


Mus 


sp. 




<220> 








<221> 


CDS 






<222> 


(1) . 


. (72( 




<223> 








<400> 


60 






gag gtg 


cag 


ctg 


etc 


Glu Val 


Gin 


Leu 


Leu 


1 






5 


gcc tea 


gtg 


aag 


ata 



17 



Ala Ser Val Lys lie Ser Cys Lys Ala Ser Gly Tyr Ala Phe Thr Asn 
20 25 30 

tac tgg eta ggt tgg gta aag cag agg cct gga cat gga ctt gag tgg 144 
Tyr Trp Leu Gly Trp Val Lys Gin Arg Pro Gly His Gly Leu Glu Trp 
35 40 45 

att gga gat ctt ttc cct gga agt ggt aat act cac tac aat gag agg 192 
lie Gly Asp Leu Phe Pro Gly Ser Gly Asn Thr His Tyr Asn Glu Arg 
50 55 60 

ttc agg ggc aaa gcc aca ctg act gca gac aaa tec teg age aca gee 240 
Phe Arg Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Ser Thr Ala 
65 70 75 80 

ttt atg cag etc agt age ctg aca tet gag gac tet get gte tat ttc 288 
Phe Met Gin Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe 



tgt gca aga ttg agg aac tgg gae gag get atg gac tac tgg ggc caa 336 
Cys Ala Arg Leu Arg Asn Trp Asp Glu Ala Met Asp Tyr Trp Gly Gin 
100 105 110 

ggg ace acg gte ace gte tee tea ggt ggt ggt ggt tet ggc gge ggc 384 
Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly 
115 120 125 

gge tee ggt ggt ggt ggt tet gag etc gte atg ace cag tet eea tet 432 
Gly Ser Gly Gly Gly Gly Ser Glu Leu Val Met Thr Gin Ser Pro Ser 
130 135 140 

tat ctt get gca tet cct gga gaa ace att act att aat tge agg gca 480 
Tyr Leu Ala Ala Ser Pro Gly Glu Thr lie Thr lie Asn Cys Arg Ala 
145 150 155 160 

agt aag age att age aaa tat tta gee tgg tat caa gag aaa cct ggg 528 
Ser Lys Ser lie Ser Lys Tyr Leu Ala Trp Tyr Gin Glu Lys Pro Gly 
165 170 175 

aaa act aat aag ett ctt ate tac tet gga tec act ttg caa tet gga 576 
Lys Thr Asn Lys Leu Leu lie Tyr Ser Gly Ser Thr Leu Gin Ser Gly 
180 185 190 

att eea tea agg ttc agt gge agt gga tet ggt aca gat ttc act etc 624 
lie Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu 
195 200 205 

ace ate agt age ctg gag cct gaa gat ttt gca atg tat tac tgt caa 672 
Thr lie Ser Ser Leu Glu Pro Glu Asp Phe Ala Met Tyr Tyr Cys Gin 
210 215 220 

cag cat aat gaa tat eeg tac acg ttc gga ggg ggg ace aag ctt gag 720 
Gin His Asn Glu Tyr Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu 
225 • 230 235 240 

ate aaa 726 
lie Lys 



1 



8 



<210> 61 

<211> 242 

<212> PRT 

<213> Mus sp. 

<400> 61 

Glu Val Gin Leu Leu Glu Gin Ser Gly Ala Glu Leu Val Lys Pro Gly 
1 5 10 15 



Ala Ser Val Lys lie Ser Cys Lys Ala Ser Gly Tyr Ala Phe Thr Asn 
20 25 * ■ 30 



Tyr Trp Leu Gly Trp Val Lys Gin Arg Pro Gly His Gly Leu Glu Trp 
35 40 45 



lie Gly Asp Leu Phe Pro Gly Ser Gly Asn Thr His Tyr Asn Glu Arg 
50 55 60 



Phe Arg Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Ser Thr Ala 
65 70 75 80 



Phe Met Gin Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe 
85 90 95 



Cys Ala Arg Leu Arg Asn Trp Asp Glu Ala Met Asp Tyr Trp Gly Gin 
100 105 110 



Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly 
115 120 125 



Gly Ser Gly Gly Gly Gly Ser Glu Leu Val Met Thr Gin Ser Pro Ser 
130 135 140 



Tyr Leu Ala Ala Ser Pro Gly Glu Thr lie Thr lie Asn Cys Arg Ala 
145 150 155 160 



Ser Lys Ser lie Ser Lys Tyr Leu Ala Trp Tyr Gin Glu Lys Pro Gly 
165 170 175 



Lys Thr Asn Lys Leu Leu lie Tyr Ser Gly Ser Thr Leu Gin Ser Gly 
180 185 190 



19 



lie Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu 
195 200 205 



Thr lie Ser Ser Leu Glu Pro Glu Asp Phe Ala Met Tyr Tyr Cys Gin 
210 215 220 



Gin His Asn Glu Tyr Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu 
225 230 235 240 



lie Lys 



<210> 62 

<211> 753 

<212> DNA 

<213> Mus sp. 

<220> 

<221> CDS 

<222> (1) . . (753) 

<223> 



<400> 62 

gag gtg cag ctg etc gag cag tct gga got gag ctg gta agg cct ggg 4 8 

Glu Val Gin Leu Leu Glu Gin Ser Gly Ala Glu Leu Val Arg Pro Gly 
15 10 15 

act tea gtg aag ctg tec tgc aag get tet ggc tac acc ttc aca age 96 

Thr Ser Val Lys Leu Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Ser 
20 25 30 

tat ggt tta age tgg gtg aag cag aga act gga cag ggc ctt gag tgg 144 

Tyr Gly Leu Ser Trp Val Lys Gin Arg Thr Gly Gin Gly Leu Glu Trp 
35 40 45 

att gga gag gtt tat cct aga att ggt aat get tac tac aat gag aag 192 

He Gly Glu Val Tyr Pro Arg He Gly Asn Ala Tyr Tyr Asn Glu Lys 
50 55 60 

ttc aag ggc aag gee aca ctg act gca gae aaa tec tec age aea gcg 240 

Phe Lys Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Ser Thr Ala 

65 70 75 80 

tec atg gag etc egc age ctg aca tet gag gac tct gcg gte tat ttc 288 

Ser Met Glu Leu Arg Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe 
85 90 95 

tgt gca aga egg gga tec tac ggt agt aac tac gac tgg tac ttc gat 336 

Cys Ala Arg Arg Gly Ser Tyr Gly Ser Asn Tyr Asp Trp Tyr Phe Asp 
100 105 110 



20 



gtc tgg ggc caa ggg acc acg gtc acc gtc tec tea ggt ggt ggt ggt 384 
Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly 
115 120 125 

tct ggc ggc ggc ggc tec ggt ggt ggt ggt tet gag etc gtg atg acc 432 
Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Leu Val Met Thr 
130 135 140 

cag act eca etc tec etg cet gtc agt ett gga gat caa gee tec ate 480 
Gin Thr Pro Leu Ser Leu Pro Val Ser Leu Gly Asp Gin Ala Ser lie 
145 150 155 160 ' 

tct tge aga tet agt cag age ett gta cac agt aat gga aae aec tat 528 
Ser Cys Arg Ser Ser Gin Ser Leu Val His Ser Asn Gly Asn Thr Tyr 
165 170 175 

tta eat tgg tac ctg cag aag eea ggc cag tct eca aag etc etg ate 576 
Lea Kis Trp Tyr Leu Gin Lys Pro Gly Gin Ser Pro Lys Leu Leu lie 
180 185 190 

tac aaa gtt tee aae cga ttt tct ggg gtc eea gac agg ttc agt ggc 624 
Tyr Lys Val Ser Asn Arg Phe Ser Gly Val Pro Asp Arg Phe Ser Gly 
195 200 205 

agt gga tea ggg aca gat ttc aca etc aag ate age aga gtg gag get 672 
Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys lie Ser Arg Val Glu Ala 
210 215 220 

gag gat ctg gga gtt tat tte tge tct caa agt aca cat gtt ceg tac 720 
Glu Asp Leu Gly Val Tyr Phe Cys Ser Gin Ser Thr His Val Pro Tyr 
225 230 235 240 

acg ttc gga ggg ggg acc aag ett gag ate aaa 753 
Thr Phe Gly Gly Gly Thr Lys Leu Glu lie Lys 
245 250 



<210> 63 

<211> 251 

<212> PRT 

<213> Mus sp. 

<400> 63 

Glu Val Gin Leu Leu Glu Gin Ser Gly Ala Glu Leu Val Arg Pro Gly 
15 10 15 



Thr Ser Val Lys Leu Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Ser 
20 25 30 



Tyr Gly Leu Ser Trp Val Lys Gin Arg Thr Gly Gin Gly Leu Glu Trp 
35 .40 45 



lie Gly Glu Val Tyr Pro Arg lie Gly Asn Ala Tyr Tyr Asn Glu Lys 



21 



50 



55 



60 



Phe Lys Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Ser Thr Ala 
65 70 75 80 



Ser Met Glu Leu Arg Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe 
85 90 95 



Cys Ala Arg Arg Gly Ser Tyr Gly Ser Asn Tyr Asp Trp Tyr Phe Asp 
100 105 110 



Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly 
115 120 125 



Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Leu Val Met Thr 
130 135 140 



Gin Thr Pro Leu Ser Leu Pro Val Ser Leu Gly Asp Gin Ala Ser lie 
145 150 155 160 



Ser Cys Arg Ser Ser Gin Ser Leu Val His Ser Asn Gly Asn Thr Tyr 
165 170 175 



Leu His Trp Tyr Leu Gin Lys Pro Gly Gin Ser Pro Lys Leu Leu lie 
180 185 190 



Tyr Lys Val"* Ser Asn Arg Phe Ser Gly Val Pro Asp Arg Phe Ser Gly 
195 200 205 



Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys lie Ser Arg Val Glu Ala 
210 215 220 



Glu Asp Leu Gly Val Tyr Phe Cys Ser Gin Ser Thr His Val Pro Tyr 
225 230 235 240 



Thr Phe Gly Gly Gly Thr Lys Leu Glu lie Lys 
245 250 



<210> 64 

<211> 726 

<212> DNA 

<213> Mus sp. 



<220> 



22 



<221> CDS 

<222> (1) . . (726) 

<223> 



<400> 64 

gag gtg cag ctg etc gag cag tct gga get gcg ctg gta agg cct ggg 48 
Glu Vai Gin Leu Leu Glu Gin Ser Gly Ala Ala Leu Val Arg Pro Gly 
15 10 15 

act tea gtg aag ata tec tgc aag get tet gga tae gee ttc act aac 96 
Thr Ser Val Lys lie Ser Cys Lys Ala Ser Gly Tyr Ala Phe Thr Asn 
20 25 30 

tae tgg eta ggt tgg gta aag cag agg eet gga eat gga ett gag tgg 144 
Tyr Trp Leu Gly Trp Val Lys Gin Arg Pro Gly His Gly Leu Glu Trp 
35 40 45 

att gga gat att tae cct gga agt ggt aat act eae tae aat gag agg 192 
lie Gly Asp lie Tyr Pro Gly Ser Gly Asn Thr His Tyr Asn Glu Arg 
50 55 60 

ttc agg gge aaa gee aea etg act gea gac aaa tec teg age aea gee 240 
Phe Arg Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Ser Thr Ala 
65 70 75 80 

ttt atg cag etc agt age etg aea tct gag gae tet get gte tat ttc 288 
Phe Met Gin Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe 
85 90 95 

tgt gea aga ttg agg aac tgg gac gag eet atg gac tac tgg gge caa 336 
Cys Ala Arg Leu Arg Asn Trp Asp Glu Pro Met Asp Tyr Trp Gly Gin 
100 105 110 

ggg ace aeg gte ace gte tec tea ggt ggt ggt ggt tet gge gge gge 384 
Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly 
115 120 125 

gge tec ggt ggt ggt ggt tct gag etc cag atg acc cag tct cca tct 432 
Gly Ser Gly Gly Gly Gly Ser Glu Leu Gin Met Thr Gin Ser Pro Ser 
130 135 140 

tat ett get gea tct eet gga gaa ace att act att aat tgc agg gea 480 
Tyr Leu Ala Ala Ser Pro Gly Glu Thr lie Thr lie Asn Cys Arg Ala 
145 150 155 160 

agt aag age att age aaa tat tta gee tgg tat caa gag aaa eet ggg 528 
Ser Lys Ser lie Ser Lys Tyr Leu Ala Trp Tyr Gin Glu Lys Pro Gly 
165 170 175 

aaa act aat aag ett ett ate tae tet gga tec act ttg caa tet gga 576 
Lys Thr Asn Lys Leu Leu lie Tyr Ser Gly Ser Thr Leu Gin Ser Gly 
180 185 190 

att cca tea agg ttc agt gge agt gga tct ggt aea gat ttc act etc 624 
lie Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu 
195 200 205 



23 



acc ate agt age ctg gag cct gaa gat ttt gca atg tat tac tgt caa 
Thr lie Ser Ser Leu Glu Pro Glu Asp Phe Ala Met Tyr Tyr Cys Gin 
210 215 220 



672 



cag cat aat gaa tac ccg tac acg ttc gga ggg ggg acc aag ctt gag 
Gin His Asn Glu Tyr Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu 
225 230 235 240 



720 



ate aaa 
lie Lys 



726 



<210> 65 

<211> 242 

<212> PRT 

<213> Mus sp. 

<400> 65 

Glu Val Gin Leu Leu Glu Gin Ser Gly Ala Ala Leu Val Arg Pro Gly 
15 10 15 



Thr Ser Val Lys lie Ser Cys Lys Ala Ser Gly Tyr Ala Phe Thr Asn 
20 25 30 



Tyr Trp Leu Gly Trp Val Lys Gin Arg Pro Gly His Gly Leu Glu Trp 
35 40 45 



lie Gly Asp lie Tyr Pro Gly Ser Gly Asn Thr His Tyr Asn Glu Arg 
50 55 60 



Phe Arg Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Ser Thr Ala 
65 70 75 80 



Phe Met Gin Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe 
85 90 95 



Cys Ala Arg Leu Arg Asn Trp Asp Glu Pro Met Asp Tyr Trp Gly Gin 
100 105 110 



Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly 
115 120 125 



Gly Ser Gly Gly Gly Gly Ser Glu Leu Gin Met Thr Gin Ser Pro Ser 
130 135 140 



24 



Tyr Leu Ala Ala Ser Pro Gly Glu Thr lie Thr lie Asn Cys Arg Ala 
145 150 155 160 



Ser Lys Ser lie Ser Lys Tyr Leu Ala Trp Tyr Gin Glu Lys Pro Gly 
165 170 175 



Lys Thr Asn Lys Leu Leu lie Tyr Ser Gly Ser Thr Leu Gin Ser Gly 
180 185 190 



lie Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu 
195 200 205 



Thr lie Ser Ser Leu Glu Pro Glu Asp Phe Ala Met Tyr Tyr Cys Gin 
210 215 220 



Gin His Asn Glu Tyr Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu 
225 230 235 240 



lie Lys 



<210> 


66 




<211> 


744 




<212> 


DNA 




<213> 


Mus 


sp. 


<220> 






<221> 


CDS 




<222> 


(1) . 


. . (744 ) 


<223> 






<400> 


66 





gag gtg cag ctg etc gag cag tot gga get gag etg gta agg eet ggg 
Glu Val Gin Leu Leu Glu Gin Ser Gly Ala Glu Leu Val Arg Pro Gly 
15 10 15 



48 



act tea gtg aag ata tee tge aag get tet gga tae gee ttc act aae 
Thr Ser Val Lys lie Ser Cys Lys Ala Ser Gly Tyr Ala Phe Thr Asn 
20 25 30 



96 



tae tgg eta ggt tgg gtt aag cag agg ect gga eat gga ett gaa tgg 
Tyr Trp Leu Gly Trp Val Lys Gin Arg Pro Gly His Gly Leu Glu Trp 
35 40 45 



144 



gtt gga gat att tte ect gga agt ggt aat get cac tae aat gag aag 
Val Gly Asp lie Phe Pro Gly Ser Gly Asn Ala His Tyr Asn Glu Lys 
50 55 60 



192 



tte aag gge aaa gee aea etg act gea gae aag tec teg tae aea gee 



240 



25 



Phe Lys Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Tyr Thr Ala 
65 70 75 80 

tat atg cag etc agt age etg aea tct gag gac tet get gte tat ttc 288 

Tyr Met Gin Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe 

85 90 95 

tgt gea aga ttg egg aac tgg gae gag get atg gac tac tgg ggc caa 336 

Cys Ala Arg Leu Arg Asn Trp Asp Glu Ala Met Asp Tyr Trp Gly Gin 

100 105 110 

ggg ace aeg gtc acc gtc tec tea ggt ggt ggt ggt tct ggc ggc ggc 384 

Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly 

115 120 125 

ggc tee ggt ggt ggt ggt tct gag etc gtg atg aea cag tct cca tec 432 

Gly Ser Gly Gly Gly Gly Ser Glu Leu Val Met Thr Gin Ser Pro Ser 



tec etg agt gtg tea gea gga gag aag gtc act atg age tge aag tec 480 

Ser Leu Ser Val Ser Ala Gly Glu Lys Val Thr Met Ser Cys Lys Ser 

145 150 155 160 

agt cag agt etg tta aac agt gga aat caa aag aac tac ttg gcc tgg 528 

Ser Gin Ser Leu Leu Asn Ser Gly Asn Gin Lys Asn Tyr Leu Ala Trp 
165 170 175 

tac cag cag aaa eea ggg cag cct cet aaa etg ttg ate tac ggg gea 576 

Tyr Gin Gin Lys Pro Gly Gin Pro Pro Lys Leu Leu lie Tyr Gly Ala 
180 185 190 

tec act agg gaa tct ggg gtc cct gat cgc ttc aea ggc agt gga tct 624 

Ser Thr Arg Glu Ser Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser 

195 200 205 

gga aea gat tte act etc acc ate age agt gtg cag get gaa gac etg 672 

Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Val Gin Ala Glu Asp Leu 
210 215 220 

gea gtt tat tac tgt cag aat gat tat agt tat ccg tac aeg tte gga 720 

Ala Val Tyr Tyr Cys Gin Asn Asp Tyr Ser Tyr Pro Tyr Thr Phe Gly 

225 230 235 240 

ggg ^ce aag ett gag ate aaa 744 

Gly Gly Thr Lys Leu Glu lie Lys 
245 



<210> 67 

<211> 248 

<212> PRT 

<213> Mus sp. 

<400> 67 

Glu Val Gin Leu Leu Glu Gin Ser Gly Ala Glu Leu Val Arg Pro Gly 
15 10 15 



26 



Thr Ser Val Lys lie Ser Cys Lys Ala Ser Gly Tyr Ala Phe Thr Asn 
20 25 30 



Tyr Trp Leu Gly Trp Val Lys Gin Arg Pro Gly His Gly Leu Glu Trp 
35 40 45 



Val Gly Asp lie Phe Pro Gly Ser Gly Asn Ala His Tyr Asn Glu Lys 
50 55 60 



Phe Lys Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Tyr Thr Ala 
65 70 75 80 



Tyr Met Gin Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe 
85 90 95 



Cys Ala Arg Leu Arg Asn Trp Asp Glu Ala Met Asp Tyr Trp Gly Gin 
100 105 110 



Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly 
115 120 125 



Gly Ser Gly Gly Gly Gly Ser Glu Leu Val Met Thr Gin Ser Pro Ser 
130 135 140 



Ser Leu Ser Val Ser Ala Gly Glu Lys Val Thr Met Ser Cys Lys Ser 
145 150 155 160 



Ser Gin Ser Leu Leu Asn Ser Gly Asn Gin Lys Asn Tyr Leu Ala Trp 
165 170 175 



Tyr Gin Gin Lys Pro Gly Gin Pro Pro Lys Leu Leu lie Tyr Gly Ala 
180 185 190 



Ser Thr Arg Glu Ser Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser 
195 200 205 



Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Val Gin Ala Glu Asp Leu 
210 215 220 



Ala Val Tyr Tyr Cys Gin Asn Asp Tyr Ser Tyr Pro Tyr Thr Phe Gly 
225 230 235 240 



27 



Gly Gly Thr Lys Leu Glu lie Lys 
245 



<210> 68 

<211> 726 

<212> DNA 

<213> Mus sp. 

<220> 

<221> CDS 

<222> (1)..{726) 

<223> 



<400> 68 

_ _ _,4_ _ _ _,J__, ^+-_, ^ „ 4-^4- ^^-i ^ ^ -I- „ „ ^4- « ^4-— ^ ™„ J- y) O 

^^Ci.vJ i_ i_j v_^C4.\j ^ (_ \j 1^ 'jC**-} \^<U\^ i_ «_ yv^ct 1_ yo^j o i_ y u v-j ca,yy yvjy io 

Glu Val Gin Leu Leu Glu Gin Ser Gly Ala Glu Leu Val Arg Pro Gly 

15 10 15 

get tea gtg aag ata tec tgc aag get tet gga tae gee tte aat aac 96 

Ala Ser Val Lys lie Ser Cys Lys Ala Ser Gly Tyr Ala Phe Asn Asn 
20 25 30 

tac tgg eta ggt tgg gta aag eag agg eet gga cat gga ett gag tgg 144 

Tyr Trp Leu Gly Trp Val Lys Gin Arg Pro Gly His Gly Leu Glu Trp 

35 40 45 

att gga gae att tac cct gga agt gga aat act eac tac aat gag agg 192 

lie Gly Asp lie Tyr Pro Gly Ser Gly Asn Thr His Tyr Asn Glu Arg 

50 55 60 

tte agg gge aaa gee aca ctg act gea gae aaa tee teg age aca gee 240 

Phe Arg Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Ser Thr Ala 

65 70 75 80 

ttt atg eag tta agt age ctg aea tet gag gae tet get gtc tat tte 288 

Phe Met Gin Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe 

85 90 95 

tgt gea aga ttg agg aae tgg gae gag get atg gae tae tgg gge eaa 336 

Cys Ala Arg Leu Arg Asn Trp Asp Glu Ala Met Asp Tyr Trp Gly Gin 
100 105 110 

ggg aee aeg gte aee gtc tee tea ggt ggt ggt ggt tet gge gge gge 384 

Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly 

115 120 125 

gge tec ggt ggt ggt ggt tet gag ete gte atg ace eag tet eea tet 432 

Gly Ser Gly Gly Gly Gly Ser Glu Leu Val Met Thr Gin Ser Pro Ser 

130 135 140 

tat ett get gea tet eet gga gaa aee att act att aat tgc agg gea 480 

Tyr Leu Ala Ala Ser Pro Gly Glu Thr lie Thr lie Asn Cys Arg Ala 

145 150 155 160 



28 



agt aag age att age aaa tat tta gcc tgg tat caa gag aaa cct ggg 528 

Ser Lys Ser lie Ser Lys Tyr Leu Ala Trp Tyr Gin Glu Lys Pro Gly 
165 170 175 

aaa act aat aag ctt ctt ate tae tct gga tec act ttg caa tct gga 576 

Lys Thr Asn Lys Leu Leu lie Tyr Ser Gly Ser Thr Leu Gin Ser Gly 
180 185 190 

att cea tea agg ttc agt gge agt gga tet ggt aea gat ttc act etc 624 

lie Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu 
195 200 205 

ace ate agt age ctg gag cct gaa gat ttt gea atg tat tae tgt caa 672 

Thr He Ser Ser Leu Glu Pro Glu Asp Phe Ala Met Tyr Tyr Cys Gin 

210 215 220 



eag eat aat gaa tac ceg tae aeg ttc gga ggg ggg ace aag ctt gag 720 
Gin His Asn Glu Tyr Pro Tyr Thr Fhe Gly Gly Gly Thr Lys Lea Glu 
225 230 235 240 



ate aaa 726 
He Lys 



<210> 69 

<211> 242 

<212> PRT 

<213> Mus sp. 

<400> 69 

Glu Val Gin Leu Leu Glu Gin Ser Gly Ala Glu Leu Val Arg Pro Gly 
15 10 15 



Ala Ser Val Lys He Ser Cys Lys Ala Ser Gly Tyr Ala Phe Asn Asn 
20 25 30 



Tyr Trp Leu Gly Trp Val Lys Gin Arg Pro Gly His Gly Leu Giu Trp 
35 40 45 



He Gly Asp He Tyr Pro Gly Ser Gly Asn Thr His Tyr Asn Glu Arg 
50 55 60 



Phe Arg Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Ser Thr Ala 
65 70 75 80 



Phe Met Gin Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe 
85 90 95 



Cys Ala Arg Leu Arg Asn Trp Asp Glu Ala Met Asp Tyr Trp Gly Gin 



29 



100 105 110 



Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly 
115 120 125 



Gly Ser Gly Gly Gly Gly Ser Glu Leu Val Met Thr Gin Ser Pro Ser 
130 135 140 



Tyr Leu Ala Ala Ser Pro Gly Glu Thr He Thr He Asn Cys Arg Ala 
145 150 155 160 



Ser Lys Ser lie Ser Lys Tyr Leu Ala Trp Tyr Gin Glu Lys Pro Gly 
165 170 175 



Lys Thr Asn Lys Leu Leu He Tyr Ser Gly Ser Thr Leu Gin Ser Gly 
180 185 190 



He Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu 
195 200 205 



Thr He Ser Ser Leu Glu Pro Glu Asp Phe Ala Met Tyr Tyr Cys Gin 
210 215 220 



Gin His Asn Glu Tyr Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu 
225 230 235 240 



He Lys 



<210> 


70 


<211> 


753 


<212> 


DNA 


<213> 


Mus 


<220> 




<221> 


CDS 


<222> 


(1) 


<223> 




<400> 


70 



gag gtg cag ctg etc gag cag tct gga get gag ctg gcg agg cct ggg 4 8 

Glu Val Gin Leu Leu Glu Gin Ser Gly Ala Glu Leu Ala Arg Pro Gly 
15 10 15 

get tea gtg aag ctg tee tgc aag get tet ggc tac ace ttc aea aac 96 
Ala Ser Val Lys Leu Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asn 



30 



20 25 30 

tat ggt tta age tgg gtg aag cag agg cct gga cag gtc ctt gag tgg 144 

Tyr Gly Leu Ser Trp Val Lys Gin Arg Pro Gly Gin Val Leu Glu Trp 
35 40 45 

att gga gag gtt tat cct aga att ggt aat get tac tac aat gag aag 192 

lie Gly Glu Val Tyr Pro Arg lie Gly Asn Ala Tyr Tyr Asn Glu Lys 
50 55 60 

ttc aag ggc aag gcc aca ctg act gca gac aaa tec tec age aca gcg 240 

Phe Lys Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Ser Thr Ala 

65 70 75 80 

tec atg gag etc egc age ctg ace tct gag gac tet gcg gtc tat ttc 288 

Ser Met Glu Leu Arg Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe 
85 90 95 

tgt gca aga egg gga tec tac gat act aac tac gac tgg tac ttc gat 336 

Cys Ala Arg Arg Gly Ser Tyr Asp Thr Asn Tyr Asp Trp Tyr Phe Asp 
100 105 110 

gtc tgg gge caa ggg ace aeg gtc ace gtc tec tea ggt ggt ggt ggt 384 

Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly 
115 120 125 

tct gge ggc ggc ggc tee ggt ggt ggt ggt tct gag etc gtg atg acc 432 

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Leu Val Met Thr 
130 135 140 

cag act cea etc tec ctg cct gtc agt ctt gga gat caa gcc tec ate 480 

Gin Thr Pro Leu Ser Leu Pro Val Ser Leu Gly Asp Gin Ala Ser lie 

145 150 155 160 

tet tge aga tct agt cag age ctt gta eac agt aat gga aac acc tat 528 

Ser Cys Arg Ser Ser Gin Ser Leu Val His Ser Asn Gly Asn Thr Tyr 
165 170 175 

tta cat tgg tac ctg cag aag cca ggc cag tet eca aag etc ctg ate 576 

Leu His Trp Tyr Leu Gin Lys Pro Gly Gin Ser Pro Lys Leu Leu lie 
180 185 190 

tac aaa gtt tec aac ega ttt tet ggg gtc cca gae agg ttc agt- ggc 624 

Tyr Lys Val Ser Asn Arg Phe Ser Gly Val Pro Asp Arg Phe Ser Gly 
195 200 205 

agt gga tea ggg aca gat ttc aca etc aag ate age aga gtg gag get 672 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys lie Ser Arg Val Glu Ala 
210 215 220 

gag gat ctg gga gtt tat ttc tge tet caa agt aca cat gtt eeg tac 720 

Glu Asp Leu Gly Val Tyr Phe Cys Ser Gin Ser Thr His Val Pro Tyr 

225 230 235 240 

aeg ttc gga ggg ggg ace aag ctt gag ate aaa 753 
Thr Phe Gly Gly Gly Thr Lys Leu Glu lie Lys 
245 250 



31 



<210> 71 

<211> 251 

<212> PRT 

<213> Mus sp. 

<400> 71 

Glu Val Gin Leu Leu Glu Gin Ser Gly Ala Glu Leu Ala Arg Pro Gly 
15 10 15 



Ala Ser Val Lys Leu Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asn 
20 25 30 



Tyr Gly Leu Ser Trp Vai Lys Gm Arg Pro ^ly vai Leu c^iu I'rp 

35 40 45 



lie Gly Glu Val Tyr Pro Arg lie Gly Asn Ala Tyr Tyr Asn Glu Lys 
50 55 60 



Phe Lys Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Ser Thr Ala 
65 70 75 80 



Ser Met Glu Leu Arg Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe 
85 90 95 



Cys Ala Arg Arg Gly Ser Tyr Asp Thr Asn Tyr Asp Trp Tyr Phe Asp 
100 105 110 



Val Trp Gly Gin Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly 
115 120 125 



Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Leu Val Met Thr 
130 135 140 



Gin Thr Pro Leu Ser Leu Pro Val Ser Leu Gly Asp Gin Ala Ser lie 
145 150 155 160 



Ser Cys Arg Ser Ser Gin Ser Leu Val His Ser Asn Gly Asn Thr Tyr 
165 170 175 



Leu His Trp Tyr Leu Gin Lys Pro Gly Gin Ser Pro Lys Leu Leu lie 
180 185 190 



32 



Tyr Lys Val Ser Asn Arg Phe Ser Gly Val Pro Asp Arg Phe Ser Gly 
195 200 205 



Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys lie Ser Arg Val Glu Ala 
210 215 220 



Glu Asp Leu Gly Val Tyr Phe Cys Ser Gin Ser Thr His Val Pro Tyr 
225 230 235 240 



Thr Phe Gly Gly Gly Thr Lys Leu Glu lie Lys 
245 250 



<210> 72 

<211> 717 

<212> DNA 

<213> Mus sp. 

<220> 

<221> CDS 

<222> (1)..{717) 

<223> 



<400> 72 

gag gtg cag ctg etc gag tct gga ggt ggc ctg gtg cag cct gga gga 48 

Glu Val Gin Leu Leu Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly 
15 10 15 

tec ctg aaa etc tec tgt gea gee tea gga ttc gat ttt agt aga tac 96 

Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly Phe Asp Phe Ser Arg Tyr 
20 25 30 

tgg atg agt tgg gtc egg cag get eca ggg aaa ggg eta gaa tgg att 14 4 

Trp Met Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp lie 
35 40 45 

gga gaa att aat eca gat age agt aeg ata aac tat acg eca tct ctg 192 

Gly Glu lie Asn Pro Asp Ser Ser Thr lie Asn Tyr Thr Pro Ser Leu 

50 55 60 

aag gat aaa ttc ate ate tec aga gac aac gee aaa aat acg ctg tac 240 

Lys Asp Lys Phe lie lie Ser Arg Asp Asn Ala Lys Asn Thr Leu Tyr 
65 70 75 80 

ctg caa atg ggc aaa gtg aga tct gag gac aca gee ett tat tac tgt 288 

Leu Gin Met Gly Lys Val Arg Ser Glu Asp Thr Ala Leu Tyr Tyr Cys 
85 90 95 

gea aga gga gee ttc ett ttt gac tac tgg ggc caa ggg ace acg gtc 336 

Ala Arg Gly Ala Phe Leu Phe Asp Tyr Trp Gly Gin Gly Thr Thr Val 
100 105 110 

ace gtc tec tea ggt ggt ggt ggt tct ggc ggc ggc ggc tec ggt ggt 384 



33 



Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly 

115 120 125 

ggt ggt tct gag etc gtg etc acc cag tet cea aec ace atg get gea 432 

Gly Gly Ser Glu Leu Val Leu Thr Gin Ser Pro Thr Thr Met Ala Ala 
130 135 140 

tct ecc ggg gag aag ate act ate aec tge agt gee age tea agt ata 480 

Ser Pro Gly Glu Lys He Thr He Thr Cys Ser Ala Ser Ser Ser He 
145 150 155 160 

agt tec aat tae ttg cat tgg tat eag cag aag eca gga ttc tec cet 528 

Ser Ser Asn Tyr Leu His Trp Tyr Gin Gin Lys Pro Gly Phe Ser Pro 

165 170 175 

aaa etc ttg att tat agg aca tec aat etg get tct gga gte cea get 576 

Lys Leu Leu He Tyr Arg Thr Ser Asn Leu Ala Ser Gly Val Pro Ala 
IBO 185 150 

cge ttc agt ggc agt ggg tet ggg ace tet tae tct etc aca att ggc 624 

Arg Phe Ser Gly Ser Gly Ser Gly Thr Ser Tyr Ser Leu Thr He Gly 

195 200 205 

ace atg gag get gaa gat gtt gee act tae tae tge eag eag ggt agt 672 

Thr Met Glu Ala Glu Asp Val Ala Thr Tyr Tyr Cys Gin Gin Gly Ser 
210 215 220 

agt ata cea etc aeg ttc ggt get ggg ace aag ett gag ate aaa 717 

Ser He Pro Leu Thr Phe Gly Ala Gly Thr Lys Leu Glu He Lys 
225 230 235 



<210> 73 

<211> 239 

<212> PRT 

<213> Mus sp. 

<400> 73 

Glu Val Gin Leu Leu Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly 
15 10 15 



Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly Phe Asp Phe Ser Arg Tyr 
20 25 30 



Trp Met Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp He 
35 40 45 



Gly Glu He Asn Pro Asp Ser Ser Thr He Asn Tyr Thr Pro Ser Leu 
50 55 60 



Lys Asp Lys Phe He He Ser Arg Asp Asn Ala Lys Asn Thr Leu Tyr 
65 70 75 80 



34 



Leu Gin Met Gly Lys Val Arg Ser Glu Asp Thr Ala Leu Tyr Tyr Cys 
85 90 95 



Ala Arg Gly Ala Phe Leu Phe Asp Tyr Trp Gly Gin Gly Thr Thr Val 
100 105 110 



Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly 
115 120 125 



Gly Gly Ser Glu Leu Val Leu Thr Gin Ser Pro Thr Thr Met Ala Ala 
130 135 140 



Ser Pro Gly Glu Lys lie Thr lie Thr Cys Ser Ala Ser Ser Ser lie 
145 150 155 160 



Ser Ser Asn Tyr Leu His Trp Tyr Gin Gin Lys Pro Gly Phe Ser Pro 
165 170 175 



Lys Leu Leu lie Tyr Arg Thr Ser Asn Leu Ala Ser Gly Val Pro Ala 
180 185 190 



Arg Phe Ser Gly Ser Gly Ser Gly Thr Ser Tyr Ser Leu Thr lie Gly 
195 200 205 



Thr Met Glu Ala Glu Asp Val Ala Thr Tyr Tyr Cys Gin Gin Gly Ser 
210 215 220 



Ser lie Pro Leu Thr Phe Gly Ala Gly Thr Lys Leu Glu lie Lys 

230 235 



225 




<210> 


74 


<211> 


744 


<212> 


DNA 


<213> 


Mus 


<220> 




<221> 


CDS 


<222> 


(1) 


<223> 




<400> 


74 



gag gtg cag ctg etc gag cag tot gga get gag ctg gta agg cct ggg 
Glu Val Gin Leu Leu Glu Gin Ser Gly Ala Glu Leu Val Arg Pro Gly 
15 10 15 



48 



35 



act tea gtg aag ata tec tgc aag get tct gga tac gcc ttc act aac 96 
Thr Ser Val Lys lie Ser Cys Lys Ala Ser Gly Tyr Ala Phe Thr Asn 
20 25 30 



tac tgg eta ggt tgg gta aag cag agg cct gga cat gga ctt gag tgg 
Tyr Trp Leu Gly Trp Val Lys Gin Arg Pro Gly His Gly Leu Glu Trp 
35 40 45 



144 



att gga gat att ttc cct gga agt ggt aat ate cac tac aat gag aag 192 
lie Gly Asp lie Phe Pro Gly Ser Gly Asn lie His Tyr Asn Glu Lys 
50 55 60 

ttc aag ggc aaa gcc aca ctg act gea gac aaa tet teg age aca gee 240 
Phe Lys Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Ser Thr Ala 
65 70 75 80 

tat atg cag etc agt age erg aca ttt gag gac tct get gtc tat tte 288 
Tyr Met Gin Leu Ser Ser Leu Thr Phe Glu Asp Ser Ala Val Tyr Phe 
85 90 95 

tgt gea aga ctg agg aac tgg gac gag eet atg gac tac tgg gge eaa 336 
Cys Ala Arg Leu Arg Asn Trp Asp Glu Pro Met Asp Tyr Trp Gly Gin 
100 105 110 

ggg ace aeg gtc ace gtc tec tea ggt ggt ggt ggt tct ggc ggc ggc 384 
Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly 
115 120 125 

gge tee ggt ggt ggt ggt tet gag etc gtg atg aca cag tet cea tec 432 
Gly Ser Gly Gly Gly Gly Ser Glu Leu Val Met Thr Gin Ser Pro Ser 
130 135 140 

tee ctg act gtg aca gea gga gag aag gtc act atg age tgc aag tec 480 
Ser Leu Thr Val Thr Ala Gly Glu Lys Val Thr Met Ser Cys Lys Ser 
145 150 155 160 

agt eag agt ctg tta aac agt gga aat eaa aag aac tac ttg ace tgg 528 
Ser Gin Ser Leu Leu Asn Ser Gly Asn Gin Lys Asn Tyr Leu Thr Trp 
165 170 175 

tac cag cag aaa cca ggg cag cct cct aaa ctg ttg ate tac tgg gea 576 
Tyr Gin Gin Lys Pro Gly Gin Pro Pro Lys Leu Leu lie Tyr Trp Ala 
180 185 190 

tee act agg gaa tct ggg gtc cct gat cge ttc aea gge agt gga tet 624 
Ser Thr Arg Glu Ser Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser 
195 200 205 

gga aca gat ttc act etc ace ate age agt gtg cag get gaa gac ctg 672 
Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Val Gin Ala Glu Asp Leu 
210 215 220 

gea gtt tat tac tgt eag aat gat tat agt tat eeg etc aeg ttc ggt 720 
Ala Val Tyr Tyr Cys Gin Asn Asp Tyr Ser Tyr Pro Leu Thr Phe Gly 
225 230 235 240 



36 



get ggg acc aag ctt gag ate aaa 
Ala Gly Thr Lys Leu Glu lie Lys 
245 



744 



<210> 75 

<211> 248 

<212> PRT 

<213> Mus sp. 

<400> 75 

Glu Val Gin Leu Leu Glu Gin Ser Gly Ala Glu Leu Val Arg Pro Gly 
15 10 15 



Thr Ser Val Lys lie Ser Cys Lys Ala Ser Gly Tyr Ala Phe Thr Asn 
20 25 30 



Tyr Trp Leu Gly Trp Val Lys Gin Arg Pro Gly His Gly Leu Glu Trp 
35 40 45 



lie Gly Asp lie Phe Pro Gly Ser Gly Asn lie His Tyr Asn Glu Lys 
50 55 60 



Phe Lys Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Ser Thr Ala 
65 70 75 80 



Tyr Met Gin Leu Ser Ser Leu Thr Phe Glu Asp Ser Ala Val Tyr Phe 
85 90 95 



Cys Ala Arg Leu Arg Asn Trp Asp Glu Pro Met Asp Tyr Trp Gly Gin 
100 105 110 



Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly 
115 120 125 



Gly Ser Gly Gly Gly Gly Ser Glu Leu Val Met Thr Gin Ser Pro Ser 
130 135 140 



Ser Leu Thr Val Thr Ala Gly Glu Lys Val Thr Met Ser Cys Lys Ser 
145 150 155 160 



Ser Gin Ser Leu Leu Asn Ser Gly Asn Gin Lys Asn Tyr Leu Thr Trp 
165 170 175 



Tyr Gin Gin Lys Pro Gly Gin Pro Pro Lys Leu Leu lie Tyr Trp Ala 



37 



180 



185 



190 



Ser Thr Arg Glu Ser Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser 
195 200 205 



Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Val Gin Ala Glu Asp Leu 
210 215 220 



Ala Val Tyr Tyr Cys Gin Asn Asp Tyr Ser Tyr Pro Leu Thr Phe Gly 
225 230 235 240 



Ala Gly Thr Lys Leu Glu lie Lys 
245 



<210> 76 
<211> 744 
<212> DNA 



<213> Mus sp. 



<220> 
<221> 
<222> 
<223> 



CDS 
(1) . 



;744 ) 



<400> 76 

gag gtg cag ctg etc gag cag tot gga get gag etg gta agg ect ggg 

Glu Val Gin Leu Leu Glu Gin Ser Gly Ala Glu Leu Val Arg Pro Gly 
15 10 15 



48 



aet tea gtg aag ata tee tge aag get tct gga tae gee ttc act aac 
Thr Ser Val Lys lie Ser Cys Lys Ala Ser Gly Tyr Ala Phe Thr Asn 
20 25 30 



96 



tac tgg eta ggt tgg gtt aag cag agg ect gga cat gga ett gaa tgg 
Tyr Trp Leu Gly Trp Val Lys Gin Arg Pro Gly His Gly Leu Glu Trp 
35 40 45 



144 



gtt gga gat att ttc ect gga agt ggt aat get cac tae aat gag aag 
Val Gly Asp lie Phe Pro Gly Ser Gly Asn Ala His Tyr Asn Glu Lys 
50 55 60 



192 



ttc aag ggc aaa gee aea ctg aet gea gac aag tee teg tae aea gee 
Phe Lys Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Tyr Thr Ala 
65 70 75 80 



240 



tat atg cag etc agt age ctg aca tet gag gac tet get gtc tat ttc 
Tyr Met Gin Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe 
85 90 95 



288 



tgt gea aga ttg egg aac tgg gac gag get atg gac tac tgg ggc caa 
Cys Ala Arg Leu Arg Asn Trp Asp Glu Ala Met Asp Tyr Trp Gly Gin 



336 



38 



100 105 110 

ggg acc acq gtc acc gtc tec tea ggt ggt ggt ggt tet gge gge ggc 384 
Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly 
115 120 125 

ggc tec ggt ggt ggt ggt tet gag ete gtg atg aea eag tet eea tec 432 
Gly Ser Gly Gly Gly Gly Ser Glu Leu Val Met Thr Gin Ser Pro Ser 
130 135 140 

tee ctg get atg tea gta gga cag aag gte act atg age tgc aag tec 480 
Ser Leu Ala Met Ser Val Gly Gin Lys Val Thr Met Ser Cys Lys Ser 
145 150 155 160 

agt cag age ett tta aat agt age aat eaa aag aac tat ttg gcc tgg 528 
Ser Gin Ser Leu Leu Asn Ser Ser Asn Gin Lys Asn Tyr Leu Ala Trp 
165 170 175 

tae eag eag aaa caa ggg cag cct cct aaa etg ett ate tat ggg gea 576 
Tyr Gin Gin Lys Gin Gly Gin Pro Pro Lys Leu Leu lie Tyr Gly Ala 
180 185 190 

tec att aga gaa tet tgg gte eet gat ega ttc aea gga agt gga tet 624 
Ser lie Arg Glu Ser Trp Val Pro Asp Arg Phe Thr Gly Ser Gly Ser 
195 200 205 

ggg aea gae ttc act ete acc ate age agt gtg aag get gaa gac etg 672 
Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Val Lys Ala Glu Asp Leu 
210 215 220 

gea gtt tat tae tgt cag caa tat tat age tat ccg tae aeg ttc gga 720 
Ala Val Tyr Tyr Cys Gin Gin Tyr Tyr Ser Tyr Pro Tyr Thr Phe Gly 
225 230 235 240 

ggg ggg acc aag ett gag ate aaa 744 
Gly Gly Thr Lys Leu Glu lie Lys 
245 



<210> 77 

<211> 248 

<212> PRT 

<213> Mus sp. 

<400> 77 

Glu Val Gin Leu Leu Glu Gin Ser Gly Ala Glu Leu Val Arg Pro Gly 
15 10 15 



Thr Ser Val Lys lie Ser Cys Lys Ala Ser Gly Tyr Ala Phe Thr Asn 
20 25 30 



Tyr Trp Leu Gly Trp Val Lys Gin Arg Pro Gly His Gly Leu Glu Trp 
35 40 45 



39 



Val Gly Asp lie Phe Pro Gly Ser Gly Asn Ala His Tyr Asn Glu Lys 
50 55 60 



Phe Lys Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Tyr Thr Ala 
65 70 75 80 



Tyr Met Gin Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe 
85 90 95 



Cys Ala Arg Leu Arg Asn Trp Asp Glu Ala Met Asp Tyr Trp Gly Gin 
100 105 110 



Gly Thr Thr Val Thr Val ber Ser Gly Gly Gly Giy Ser Giy Giy biy 
115 120 125 



Gly Ser Gly Gly Gly Gly Ser Glu Leu Val Met Thr Gin Ser Pro Ser 
130 135 140 



Ser Leu Ala Met Ser Val Gly Gin Lys Val Thr Met Ser Cys Lys Ser 
145 150 155 160 



Ser Gin Ser Leu Leu Asn Ser Ser Asn Gin Lys Asn Tyr Leu Ala Trp 
165 170 175 



Tyr Gin Gin Lys Gin Gly Gin Pro Pro Lys Leu Leu lie Tyr Gly Ala 
180 185 190 



Ser lie Arg Glu Ser Trp Val Pro Asp Arg Phe Thr Gly Ser Gly Ser 
195 200 205 



Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Val Lys Ala Glu Asp Leu 
210 215 220 



Ala Val Tyr Tyr Cys Gin Gin Tyr Tyr Ser Tyr Pro Tyr Thr Phe Gly 
225 230 235 240 



Gly Gly Thr Lys Leu Glu lie Lys 
245 



40 



